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Errata and Corrigenda 
The publishers and the authors would like to make the following corrections: 
FEBS 13572 
cDNA structure and in situ localization of the Aprysia cdifornica pro-hormone convertase PC2 
Tanja Ouimet, Aida Mammarbachi, The&e Cloutier, Nabil G. Seidah, Vincent F. Castelluci 
FEBS Letters 330 (1993) 343-346 (FEBS 12993) 
Since the submission of the above paper three errors were found in the sequence of aPC2 shown in Fig. 1; the corrected 
sequence results in the disappearance of the two extra cys residues at the C terminal. The corrected figure is reprinted 
on the next page. 
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AGCTAGAGCAGAGCTACTGCC~CCTTCACG~GCPGGGGG ~~CTCCCC~TTGAGT~CCA~ATT~ 
AG~CC~GAGGCATCAGCG~~AGAGGGACTGTTCTACGT~CA~TTGAGG~CATT~GTTTTGTG~TCGCGTGTT~GATCATCGTTCGG~~CTGACCCGTGG~ 
TCGTAAATTCTG~~~TTTATCAAGTACAGGCTCAACCTACGCCATTGACTACCGTTGATCTAGTTGTGTGTTCGT~~TTGCGT~CG~CTAGT~GTC~GC~GTCTGTTCT 
GCTCTCTCAARGTACAACTCCTC~AACCTCGTTTCATC~GA~TTTTATTCCTTGACACACTGCTTCACG~G~CACACAG~G~CCTTCCCCTCCTCCAT~GCTGGG~GGA 
GCTGAGAGGARRAGCTGCTGC~T~GTG~~C~GCTACR~GATCCGGGT 
-27 -20 -10 w 
~etSerIlePhePheSerG3yTrpProHisLysvalLeuLeuproLeuCysL~uLeuPheTrpAlaProTrpValP~oGlyHisGlYAr~GlnIleASPvsl 
GGACTCTTCGC~TATTATGAGTATTTTCTTCTCTGGATGGCCTCAT~GGTGTTGCTGCCGCTATGCCTGTTGTTCTGGGCTCCCTGGGTGCCTGGACACGGCCGACAGATAGATGTG 
10 20 30 40 
v~1ThrAsnHisTrpLeuVslGluLeuSerHisAspGlyGlyProGluLe~laLyeArgValAlaArgAspThrGlyPheSerTyrValGlyP~OVslLeuS~~SsrAsP~~T~~~fis 
GTGACTRRCCACTGGTTGGTGGAACTTAGCCATGACG~GGAC~G~CTGG~~GAGGGTAG~CCGCGA~CAGGCTTCAGCTATGTA~ACCGGTAC~T~TCGGAC~GACGTTC 
50 60 70 80 
HisPheValHisHisGlyValAlaHisAl~ SerValProHisThrArgGlnLeuArgValHisProHisVa1ValSerAlaPheGlnGlnAsnG~yTyrSer~ 
U\TTTTGTACATCATGGCGTAGCGCATGCACGTTCCAGGAG~GTGTACCTCA~C~GAC~CT~G~TG~T~CT~ACGTTGTTTCAGCCTTCC~CA~T~CTACTCCA~GTG 
us0 100 110 120 
~GlyTyr~ysGlnThrAspLysLeuLeuGl~laAsnLysGlnSerPheAlaTyrLysAlaLysProArgLeuProAsPProAspProAspPheGlyLysGlnTrpTyrLeuAr~Asn 
AAACGTGGGTACAAACAGACTGACAACTTACTACAAGCAAC 
130 140 150 
m o+ 
ThrGlyGluSerGlyGlyValLysGlyLeuAspL@~snValLeuGl~laT+pGluMetGlyTyrSerGlyAlaGlyVa1ThrThrAlaIleMetBppAspGlyIleAspTyrLeuHis 
ACTGGCGAGTCCCGAGGfGTGAAACGCCTAGATeTCARTG~~~G~GGGAGAT~CTA~~GG~CC~CGT~CGACAGCCATTAT~ACGAT~Th~~CTAT~A~C 
170 180 190 200 , 
GluAspLeuLysPheAsnTyrHisAlaAspAlaSerTyrAspPhe$erSerAs~pProTyrProTyrProArgTyrThrAspThrTrpPheAanSer~Gl~hrArgCysAlaGly 
GA~ACCTCAAGTTTAATTACCACGCGGACGCCAGCTACGATTTCAG~GC~C~CCC~ACCCATACCCA~ATACACAGACACATGGTT~CAGCCA~GCACCCGATGTGCGGGC 
210 220 230 240 
GluValSerAlaAlaLysAspAsnGlyValCysGlyValGlyValAlaPheGlySerLysValAlaGlyLeuRrgMetLe~spGlnProPheMetThrAspLeuIleGluAlaAsnAla 
GAGGTGTCGGCAGCAAAGGACAACGGTGTGTGCGOAGTG~CGTGGCTTTTGGTTCC~GT~~~TCT~G~TGCTCGACC~CCGTTCATGACCGACCTGATCGAGGCT~CGCA 
250 260 270 280 
** 
MetGlyHisMetProAsnValIleRspIleTyrSerAlaSerTrpGlyProThrAspAspGlyLysThrVa~AspGlyProArgAs~euThrMetArgAlaIleValAsnGlyValAsn 
ATGGGCCACATGCCCAATGTCATCGACRTCTRCAGCGCCT 
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AsnGlyArgAsnGlyLeuGlyAsnValTyrVa1TrpA~aSerGlyA.pGlyGlyPrOASnAspAspCysAsnCysAspGly~rAlaAlaSerMetTrpThrVa1SerIleAsnSerAla 
RACGGTCGTAACGGACTTGGGAACGTCTA~G~TG~~TCA~~C~AGGACCT~CGACGA~GC~CTGT~TGGCTACGCCGCCAGCATGTGGACTGTCAGCATC~CTCGGCC 
330 340 350 360 
ThrAsnAspGlyGlnThrAlaGlyTyrAspGluSerCysSerSerThrLeuAlaSerThrPheSerAsnGlyLysSerSerSerArgAspAlaGlyValAlaThrThrAspLeuTyrAsn 
ACCAACGACGGACAGACCGCTGOCTACGACGAGTCCTGCTC~CCACCCTCGC~~ACCTTCAGC~C~C~GCAGCTCTCGGGACGCC~TGTGGCCACCACAGACCTATAC~C 
370 380 390 
*+ 
400 
~s*RCysThrAlaSerHisSerGlyThr~laAlaAlaProGluAlaAlaGlyValPheAlaLeuAlaLeuGluAlaAsnLysAenLeuThrTrpgAsp~e~~~nHisLeuThrVa1 
AACTGCACCGC~AGTCACTCT~ACTCCGCCGCCGCCC~T~~CAGC~G~~~~C~TG~T~GGCC~C~~CTCAC~GGCGT~CATGC~~CT~A~AGTA 
410 420 430 440 
LeuThrSerLysArgAsnSerLeuTyrAspSerAsnGlyIleHisHiSTrpLysLeuAsnGlyAlaHisLeuLeuPheAsnHisLeuPheGlyTyrGlyValLeuAspAlaAlaSerMet 
CTCACCTCCAAGAGAAATTCCCTGTATGATTCT~CGG~TCCACCACT~~GCTG~CGGCGCT~CCTCCTGTTC~CCATTTGTTTGGCTAT~AGTTTTGGACGCTGCCAGCATG 
450 460 470 480 
ValAspLeuAlaArgGlnTrpLysGlyLeuProGluAtgPheHis~sLys~aGlySsrIleThrAspLysGlnAspPheSerPheGlyAsnProValA~~stSerIleGluTh~~p 
GTGGATCTGGCCAGACAGTGG~~~~GATTGC~G~GGTTCCACTGC~~CA~CAGCATCACTGA~GC~GAC~CTCCTTCGGC~CCCCGTACGCATGAGCAT~~CTGAC 
490 500 510 520 
GlyCysValGlyThrGluAsnGluValAsnTyrLeuGluHisValGlnAlaPheValThrLeuArgSerThrTyrArgGlyCysVa1ThrMetTyrLeuThrSs~p~~~e~GlyT~~~~r 
GGCTGTGTGOOCACA~G~TGAGACAGAGARTGAOGTCAACTAT~~GCACGTTCAGGCGTTTGT~CC~CA~TCCACCTAC~GC~~GTGTGACCATGTAC~CACTTCGCCCATG~~~CC 
530 540 550 560 
S~rMetIleLeuSerGlnArgProAsnAspAspASpAspLys~nGlyPheThr~gT~ProPheMetThrThrHisThrTrpAlaGluLeuSerHisGlyTh~T~pserLs~G~~~l~ 
TCGATGATTCTGAGCCAGCGCCCT~TGACGACGACGAC~CGGCTTCACCCGCT~~~CCTTTCATGACCACCCACACCTGGGCCGAGCTCTCCCAC~~CCTGGTCCCTGGAGATC 
570 580 590 600 
~~~~etGluProIleXleGlyValLysThrAsnMetG~uRrgGlyVa~PheLysGlUTrpThrLeuVal~uHisGlyThrLysThrPr~Pro~~AlsAsnGl~p~~Al~spLysA~p 
GTCATGGAGCCCATCATCGGCGTCAAGACfRACATGCAGA 
610 620 626 
LysGlnGluLysLeuTyrLeuVa1ArgArgAlaHisG~uSerGlyValIleAspGlu 
~CAAGAAAAGCTATACCTTGTCCGCCGTG&C~CGA~GT~CGT~TCGAT~GT~CTC~~TCTGACTGCGA~CGATG_G~GA~GT~CT~~TCCGTTTCCT 
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GTGAGCCGTGCGCCATCTTGTCAACTTGCTACTCCTCCAGCCCCTCG~CGTAGACGT~T~CGTCACATTATTTTG~GTGGATGTTACACTGTTTCT 2740 
Fig. 1. Complete cDNA and the deduced amino acid sequence of aPC2. The active site & (w) m (w), and 9 (M), and the important & (0) residue, 
as well as the three potential N-glycosylation (++) sites and the position of the sulfated Tyr (a@) sequence [19] are emphasized. The predicted sites 
of the signal peptidase cleavage and zymogen activation are depicted by different arrows, respectively. The 4 pairs of basic residues are in bold. 
